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Supplementary Figure S1. Distribution of pairwise distances based on the nucleotide sequences of capsid 

gene among intergenogroups (a), lineage 1 (b), lineage 2 (c), and lineage 3 (d). The x-axis shows the 

pairwise distance, and the y-axis shows the number of pairs. 

  



 

 

 

  



 

 

 

  



 

 

 
Supplementary Figure S2. Location of positive selection sites on the predicted structures of capsid protein 

in each genotype. Positive selection sites on chains A and B are colored purple and orange, respectively. 

  



 

 

 

  



 

 

 

  



 

 
Supplementary Figure S3. Predicted linear B-cell epitopes mapping on the capsid proteins of each 

genotype. Linear B-cell epitopes on chains A and B are shown in green and blue, respectively. Common 

locations among all genotypes are represented by deeper tones.  



 

 

 

  



 

 

 



 

 

 
Supplementary Figure S4. Predicted conformational B-cell epitopes mapping on the capsid proteins of 

each genotype. The predicted epitopes of chains A and B are shown in green and blue, respectively. 

  



Supplementary Table S1 Year of divergence of each genotype in NoV GII 

 

HPDs, highest posterior densities 

  

Genogroup Lineage Genotype Year of divergence (95% HPDs) 

GII 1 GII.1,2,5,6,10,11,12,13,16,17,18,19,21,22 1819 (1755−1876) 

 2 GII.3,7,8,9,14 1839 (1773−1903) 

 3 GII.4,15,20 1630 (1409−1796) 

  GII.1 1957 (1945−1967) 

  GII.2 1960 (1945−1973) 

  GII.3 1946 (1918−1970) 

  GII.4 1924 (1889−1952) 

  GII.5 2000 (1958−1977) 

  GII.6 1928 (1895−1956) 

  GII.7 1956 (1921−1972) 

  GII.8 1948 (1921−1970) 

  GII.9 1978 (1970−1983) 

  GII.10 1918 (1888−1944) 

  GII.11 1964 (1934−1986) 

  GII.12 1972 (1956−1984) 

  GII.13 1975 (1964−1982) 

  GII.14 1967 (1953−1977) 

  GII.15 1994 (1983−1999) 

  GII.16 1989 (1978−1997) 

  GII.17 1950 (1922−1971) 

  GII.18 1913 (1861−1960) 

  GII.19 1964 (1934−1986) 

  GII.20 1988 (1971−2000) 

  GII.21 1987 (1971−1998) 

  GII.22 1975 (1942−1997) 

GI   1761 (1576−1900) 

GIII   1444 (978−1784) 

GIV   1985 (1969−1995) 



Supplementary Table S2 Predicted conformational B-cell epitopes of standard strains for each genotype 

Genotype No. of sites detected as 
conformational epitopes 

GII.1 26 
GII.2 20 
GII.3 12 
GII.4 28 
GII.5 12 
GII.6 16 
GII.7 18 
GII.8 27 
GII.9 20 
GII.10 30 
GII.12 20 
GII.13 36 
GII.14 11 
GII.15 11 
GII.16 17 
GII.17 11 
GII.20 24 
GII.21 16 
GII.22 4 

 

SVM threshold was set at -0.0. 














